Molecular epidemiology of Aleutian mink disease virus in China.
Aleutian mink disease (mink plasmacytosis) is a very severe immune-complex-mediated disease affecting minks. It is caused by the Aleutian mink disease virus (AMDV). To obtain a better understanding of the molecular epidemiology of AMDV in China, a total of 420 samples were collected from mink farms in five major mink-farming provinces in China. After testing serum antibodies using counterimmunoelectrophoresis (CIEP), 23 of the 340 positive samples were randomly selected and analyzed. The full length of the major structural protein gene (VP2) from all the samples was amplified and sequenced. The sequences in the twenty-three samples from 5 farms in 5 provinces were phylogenetically analyzed, and eleven were found to have homologous sequences in GenBank. A rooted phylogenetic tree was constructed using the unweighted pair-group method with arithmetic (UPGMA) method. Phylogenetic analysis showed that the AMDV strains formed five groups (I-VI), and four of them contained Chinese strains. The tree showed that the two AMVD lineages had been introduced to China independently. Over 70% of the Chinese isolates were classified into two groups, all of which contained Chinese strains. The results of the analysis suggested that the distribution of the AMDV strains was not based on geographical origin, and both indigenous AMDV and imported AMDV were prevalent in the primary mink production areas in China.